SEQUENCE LISTING 

<110> Belmont, John 

Fletcher, Frederick 

Chen, Alice 
Jurecic, Roland 
Colicos, Suzanne 
Tan, Tse-Hua 
Zhou, Guisheng 

<120> Phosphatases Which Activate Map Kinase Pathways 

<130> 99-383-B 

<140> US 09/665,819 
<141> 2000-09-20 

<150> US 60/155,068 
<151> 1999-09-21 

<160> 27 

<170> Patentln version 3.0 

<210> 1 

<211> 1218 

<212> ■ DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (181) . . (795) 

<400> 1 

ggtctctgga gcgccctggg ttgcccggcc ggtccctgcc gctgacttgt tgacactgcg 60 

agcactcagt ccctcccgcg cgcctcctcc ccgcccgccc cgccgctcct cctccctgta 120 

acatgccata gtgcgcctgc gaccacacgg ccggggcgct agcgttcgcc ttcagccacc 180 

atg ggg aat ggg atg aac aag ate ctg ccc ggc ctg tac ate ggc aac 228 
Met Gly Asn Gly Met Asn Lys lie Leu Pro Gly Leu Tyr lie Gly Asn 
1-5 10 15 

ttc aaa gat gec aga gac gcg gaa caa ttg age aag aac aag gtg aca 276 
Phe Lys Asp Ala Arg Asp Ala Glu Gin Leu Ser Lys Asn Lys Val Thr 
20 25 • 30 

cat att ctg tct gtc cat gat agt gec agg cct atg ttg gag gga gtt 324 
His lie Leu Ser Val His Asp Ser Ala Arg Pro Met Leu Glu Gly Val 
35 ~ 40 45 

aaa tac ctg tgc ate cca gca gcg gat tea cca tct caa aac ctg aca 372 
Lys Tyr Leu Cys lie Pro Ala Ala Asp Ser Pro Ser Gin Asn Leu Thr 
50 55 60 

aga cat ttc aaa gaa agt att aaa ttc att cac gag tgc egg etc cgc 420 



84 



Arg His Phe Lys Glu Ser He Lys Phe He His Glu Cys Arg Leu Arg 
65 70 75 80 

ggt gag age tgc ctt gta cac tgc ctg gec ggg gtc tec agg age gtg 468 
Gly Glu Ser Cys Leu Val His Cys Leu Ala Gly Val Ser Arg Ser Val 
85 90 95 

aca ctg gtg ate gca tac ate atg ace gtc act gac t'tt ggc tgg gag 516 
Thr Leu Val He Ala Tyr He Met Thr Val Thr Asp Phe Gly Trp Glu 
100 105 110 

gat gec ctg cac acc gtg cgt get ggg aga tec tgt gee aac ccc aac 564 
Asp Ala Leu His Thr Val Arg Ala Gly Arg Ser Cys Ala Asn Pro Asn 
115 120 * 125 

gtg ggc ttc cag aga cag etc cag gag ttt gag aag cat gag gtc cat 612 
Val Gly Phe Gin Arg Gin Leu Gin Glu Phe Glu Lys His Glu Val His 
130 135 140 

cag tat egg cag tgg ctg aag gaa gaa tat gga gag age cct ttg cag 660 
Gin Tyr Arg Gin Trp Leu Lys Glu Glu Tyr Gly Glu Ser Pro Leu Gin 
145 150 155 160 

gat gca gaa gaa gee aaa aac att ctg ggt aaa tat aag gag caa ggg 708 
Asp Ala Glu Glu Ala Lys Asn He Leu Gly Lys Tyr Lys Glu Gin Gly 
165 170 175 

cgc aca gag ccc cag ccc ggc gee agg egg tgg age agt ttt ccg gca 756 
Arg Thr Glu Pro Gin Pro Gly Ala Arg Arg Trp Ser Ser Phe Pro Ala 
180 185 190 

ctg get ccg ctg acc tac gat aat tat acg acg gag acc taaegcaage 805 
Leu Ala Pro Leu Thr Tyr Asp Asn Tyr Thr Thr Glu Thr 



195 . 


200 




205 






gacctgctgc 


cttccttccc 


actgcttgtc 


ttcagtgtgc 


ccggctgggc 


agggtgcggt 


865 


ggtggtggcc 


gatgagacag 


gaaagggaga 


tagecaggge 


gaggtggggc 


gagggctctt 


925 


tcccccaagc 


aacaccgccc 


agccttgttc 


caggcccttg 


cactccgccc 


accctacctg 


985 


gctgcacctg 


agettgetge 


ccccggggat 


gttgcccagt 


ggctgtgcac 


tgctctgtgc 


1045 


acgtgcgtgt 


gtgtgagtgc 


acttgtgtgt 


gggtgactaa 


gtggatgcat 


gtgtgtgcct 


1105 


gtgtgagtga 


gggtatgtgc 


acctaagtgt 


gtacatgtgt 


gtatgttgtg 


aaagtgtctg 


1165 


tgcacatgaa 


tgtttgtgtg 


agtgtgaact 


ctttcttact 


gctggaagtc 


aca 


1218 



<210> 2 

<211> 205 

<212> PRT 

<213> Homo sapiens 

<400> 2 
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Met Gly Asn Gly Met Asn Lys lie Leu Pro Gly Leu Tyr lie Gly Asn 
1 .5 10 15 



Phe Lys Asp Ala Arg Asp Ala Glu Gin Leu Ser Lys Asn Lys Val Thr 
20 25 * 30 



His He Leu Ser Val His Asp Ser Ala Arg Pro Met Leu Glu Gly Val 
35 40 45 



Lys Tyr Leu Cys He Pro Ala Ala Asp Ser Pro Ser Gin Asn Leu Thr 
50 55 60 



Arg His Phe Lys Glu Ser He Lys Phe lie His Glu Cys Arg Leu Arg 
65 70 75 80 



Gly Glu Ser Cys Leu Val His Cys Leu Ala Gly Val Ser Arg Ser Val 
85 90 95 



Thr Leu Val He Ala Tyr He Met Thr Val Thr Asp Phe Gly Trp Glu 
100 105 110 



Asp Ala Leu His Thr Val Arg Ala Gly Arg Ser Cys Ala Asn Pro Asn 
115 120 125 



Val Gly Phe Gin Arg Gin Leu Gin Glu Phe Glu Lys His Glu Val His 
130 135 140 



Gin Tyr Arg Gin Trp Leu Lys Glu Glu Tyr Gly Glu Ser Pro Leu Gin 
145 150 155 160 



Asp Ala Glu Glu Ala Lys Asn He Leu Gly Lys Tyr Lys Glu Gin Gly 
165 170 175 



Arg Thr Glu Pro Gin Pro Gly Ala Arg Arg Trp Ser Ser Phe Pro Ala 
180 185 190 



Leu Ala Pro Leu Thr Tyr Asp Asn Tyr Thr Thr Glu Thr 
195 200 205 



<210> 3 

<211> 3010 

<212> DNA 

<213> Mus musculus 
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<220> 

<221> CDS 

<222> (15).. (629) 

<223> n is a, t, c, or g 



<400> 3 

agcccggcgc ggcc atg ggg agt ggg atg age cag ate ctg ccg ggc ctg 
Met Gly Ser Gly Met Ser Gin lie Leu Pro Gly Leu 
1 5 10 

tac att ggc aac ttc aaa gac gca aga gat gca gaa cag ttg age agg 
Tyr He Gly Asn Phe Lys Asp Ala Arg Asp Ala Glu Gin Leu Ser Arg 
15 20 25 

aac aag gtg aca cac att ctt tct gtg cac gat act gec agg ccc atg 
Asn Lys Val Thr His He Leu Ser Val His Asp Thr Ala Arg Pro Met 
30 35 40 

ttg gag gga gtt aaa tac ctg tgt att cca gcg gca gac aca cca tct 
Leu Glu Gly Val Lys Tyr Leu Cys He Pro Ala Ala Asp Thr Pro Ser 
45 50 55 60 

caa aac ctg aca aga cat ttc aaa gaa age att aaa ttc att cat gag 
Gin Asn Leu Thr Arg His Phe Lys Glu Ser He Lys Phe He His Glu 
65 70 75 

tgc cga etc cag ggt gag age tgt ctt gta cat tgc ctg get ggg gtc 
Cys Arg Leu Gin Gly Glu Ser Cys Leu Val His Cys Leu Ala Gly Val 
80 85 90 

tec agg agt gtg aca ttg gtg ate gca tac ate acg act gtc ace gac 
Ser Arg Ser Val Thr Leu Val He Ala Tyr He Thr Thr Val Thr Asp 
95 100 105 

ttt ggc tgg gaa gat gee ttg cac act gtt cgt gcg ggg agg tec tgt 
Phe Gly Trp Glu Asp Ala Leu His Thr Val Arg Ala Gly Arg Ser Cys 
110 115 120 

gee aac ccc aac ctg ggc ttt caa agg cag ccg cag gag ttt gag aaa 
Ala Asn Pro Asn Leu Gly Phe Gin Arg Gin Pro Gin Glu Phe Glu Lys 
125 130 135 140 

cat gaa gtg cac cag tat egg caa tgg ctg aga gaa gag tat gga gag 
His Glu Val His Gin Tyr Arg Gin Trp Leu Arg Glu Glu Tyr Gly Glu 
145 150 155 

aac cct ttg egg gat gca gaa gaa gee aaa aat att ctg ggt aaa tat 
Asn Pro Leu Arg Asp Ala Glu Glu Ala Lys Asn He Leu Gly Lys Tyr 
160 165 170 

aaa gag caa ggg cgc atg gag ccc egg cct age age agg egg tgg age 
Lys Glu Gin Gly Arg Met Glu Pro Arg Pro Ser Ser Arg Arg Trp Ser 
175 180 185 

age ttc tea acc ctg cct cct etc ace tac aat aac tac aca aca gag 
Ser Phe Ser Thr Leu Pro Pro Leu Thr Tyr Asn Asn Tyr Thr Thr Glu 
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190 195 200 

acc taacagagag agctggtgtc tgccttcctg ctgcgggtct tctgggttgc 679 

Thr 

205 



ctaccatgtg 


ctggtgtgcc 


tggtgtgctg 


gctcctgcct 


ctgaggacta 


cgagaggagg 


739 


tcgcagcaag 


gtggagcact 


cagggctcct 


tctcagaata 


ccgccctact 


caggcttttt 


799 


cactctccca 


tcttcgcccc 


atcttttcct 


cacctgaact 


tgcccaacct 


gggatgctgc 


859 


ccggccaccg 


tgtacttctc 


gtatgtgtgc 


aggcgtgtgg 


atgtgcatgt 


atgtgtctaa 


919 


gagtgtgcat 


atatacctac 


aaatgtatgc 


attgtgaaca 


agtacacatg 


taaatgtgtc 


979 


tctgcatgtg 


ggcactgagt 


gtttatggtg 


ctgaaagtta 


taaacacccg 


ctgccagaac 


1039 


tgcaatggtc 


acattgttca 


atcccacatg 


gaagtcattt 


gaacttggcc 


tcctggaaag 


1099 


ctactccacc 


aagtacagct 


tatgcctgtg 


ctgagtgaga 


gctcagggtg 


tgggcagctg 


1159 


gaaacagtgg 


tgttccagat 


tctgagatgg 


cacagaggaa 


gggacaggac 


cctcctgagg 


1219 


aagagtggca 


taatcctagt 


gagttttatg 


tctgtgggaa 


caagggaggg 


gctttctgag 


1279 


cactgtcttg 


gacttgataa 


gtatacttgc 


cagcccgtca 


tggccctgag 


ttccactggt 


1339 


gcctgctctg 


cgtgggacca 


gcgtcatttg 


actttcatgg 


tgatatggta 


tggtgacagg 


1399 


gtggacctga 


gactcagtag 


gcctatacca 


gaggtctggc 


ccactcctgt 


ctgcttttaa 


1459 


acactttagc 


tctggcttag 


ctcttgttgc 


aggggtctca 


tctcaggttt 


gcatgtacct 


1519 


gcaggaactg 


gaaagaaagg 


cagttattaa 


actccatagc 


catttgtgat 


ttaaaatgcc 


1579 


tacgcattca 


ctgagctcac 


tgttgtatgc 


tgtggatttg 


accgctacct 


catgaagttc 


1639 


ttccttcctt 


ccttccttcc 


ttccttcctt 


ccttccttcc 


ttccttcctt 


tctttcttct 


1699 


ttaaggttga 


ggtttctttg 


gtaccccagt 


caactctgct 


tcatagttga 


gaatgtttgt 


1759 


catgtgacta 


ttgtttttga 


aaccaaagag 


aagagcatac 


ttatgtcatt 


gagtgattta 


1819 


aaacccgcag 


cttggcttct 


gtagggtttt 


ctagtgagtc 


aaacctacat 


tctgaccatg 


187 9 


agagtcctta 


gttcaaagta 


tgtggcagca 


ggcaccccta 


gaagttttgc 


acagtccagt 


1939 


gtccagtcct 


ttatgccaat 


tcacgttgct 


taagcatgca 


ggaccatgca 


aatgaaaaat 


1999 


acactcaacc 


tctccctaaa 


cgtactgtga 


ccaggcatct 


ctgaagctta 


agaaaccccc 


2059 


aagaagcccc 


cgaggagctg 


gacagtggtg 


gcacacacct 


ttaatcccag 


cttttgggag 


2119 


gcagaggcag 


gcggatttct 


gagttcaagg 


ccagcctggt 


ctacagagtg 


agttccagga 


2179 


cagccagggc 


tacacagaga 


aaccctgtcc 


cgaaaaacca 


aaaaaaaaaa 


aaaaaaaaag 


2239 
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gagaagcccc 


tgaggaagaa 


gcagcaggcc 


tctctctgtg tgtgtggagc 


tctcagggac 


2299 


ccagggaagg 


tgtggttgcc 


agctctctgt 


gtgcaggccg tgccaagcaa 


tagcatgagt 


2359 


gacgcctgag 


tacctgagta 


tgtgtgcacg 


tgtatgaaca gctgcatacc 


tttccatagg 


2419 


ttctcaactg 


tctcaatttt 


tgttgccagt 


aatgttcttt ctccacagct gctccgggaa 


2479 


ttctgaagta 


ctgggccttt 


ctcagaagac 


tgtaatgtac ctgaagtttc 


tgaaatattg 


2539 


caaagttcag gctggtgctg 


ccaaaaagaa 


aagtgatgta aagtttattt 


ttaagaatcc 


2599 


aatagtgatt 


tgtatacttg 


tttttttttc 


attttaaacc aaatgcatgt 


ataatcatgt 


2659 


gggaatatgt 


taagatctat 


ggatattctg 


tagcaagaga aatatctttg 


ccttaactcc 


2719 


actgctgtgg ttgttccttg 


gacctgaccg 


atgctcatac aataatctca 


agagccctgt 


2779 


ctgtttcgta 


atagtaacta 


cttctcatga 


acactaccca aggaggaagc 


ctgcacctgg 


2839 


gaagtgtgca 


gtgtgagctc 


tgccctcctg 


ttaagttctc cagctctaga 


catgtctctg 


2899 


ggtgtgtgtt 


ttatctactg 


gtgttattct 


atatggtaga attaccaaaa gctattcaga 


2959 


tttcttaata 


aagggcaaat 


cccggaatct 


tttgnttttt accctggaag 


a 


3010 



<210> 4 

<211> 205 

<212> PRT 

<213> Mus musculus 

<400> 4 

Met Gly Ser Gly Met Ser Gin lie Leu Pro Gly Leu Tyr lie Gly Asn 
1 5 10 15 

Phe Lys Asp Ala Arg Asp Ala Glu Gin Leu Ser Arg Asn Lys Val Thr 
20 25 3 0 

His He Leu Ser Val His Asp Thr Ala Arg Pro Met Leu Glu Gly Val 
35 40 45 

Lys Tyr Leu Cys He Pro Ala Ala Asp Thr Pro Ser Gin Asn Leu Thr 
50 55 60 

Arg His Phe Lys Glu Ser He Lys Phe He His Glu Cys Arg Leu Gin 
65 70 75 80 

Gly Glu Ser Cys Leu Val His Cys Leu Ala Gly Val Ser Arg Ser Val 
85 90 95 

89 



Thr Leu Val He Ala Tyr He Thr Thr Val Thr Asp Phe Gly Trp Glu 
100 105 ' 110 



Asp Ala Leu His Thr Val Arg Ala Gly Arg Ser Cys Ala Asn Pro Asn 
115 120 125 



Leu Gly Phe Gin Arg Gin Pro Gin Glu Phe Glu Lys His Glu Val His 
130 135 140 



Gin Tyr Arg Gin Trp Leu Arg Glu Glu Tyr Gly Glu Asn Pro Leu Arg 
145 150 155 160 



Asp Ala Glu Glu Ala Lys Asn lie Leu Gly Lys Tyr Lys Glu Gin Gly 
165 170 * ' 175 



Arg Met Glu Pro Arg Pro Ser Ser Arg Arg Trp Ser Ser Phe Ser Thr 
180 185 190 



Leu Pro Pro Leu Thr Tyr Asn Asn Tyr Thr Thr Glu Thr 
195 200 205 



<210> 5 

<211> 138 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: mJKAP 
<400> 5 

Met Ser Gin He Leu Pro Gly Leu Tyr He Gly Asn Phe Lys Asp Ala 
15 10 15 

Arg Asp Ala Glu Gin Leu Ser Arg Asn Lys Val Thr His He Leu Ser 
20 25 30 

Val His Asp Thr Ala Arg Pro Met Leu Glu Gly Val Lys Tyr Leu Cys 
35 40 45 

He Pro Ala Ala Asp Thr Pro Ser Gin Asn Leu Thr Arg His Phe Lys 
50 55 60 

Glu Ser He Lys Phe He His Glu Cys Arg Leu Gin Gly Glu Ser Cys 
65 70 75 80 

Leu Val His Cys Leu Ala Gly Val Ser Arg Ser Val Thr Leu Val He 
85 90 95 



90 



Ala Tyr He Thr Thr Val Thr Asp Phe Gly Trp Glu Asp Ala Leu His 
100 105 110 

Thr Val Arg Ala Gly Arg Ser Cys Ala Asn Pro Asn Leu Gly Phe Gin 
115 120 125 

Arg Gin Pro Gin Glu Phe Glu Lys His Glu 
130 135 

<210> 6 

<211> 137 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial sequence: puckered 
<400> 6 

Ala Ser Pro Val Phe Pro His Leu Leu Leu Gly Asn Gly Arg Asp Ala 
15 10 15 

Asp Asn Pro Ser Ser Val Gly Ala Asn Cys Val Leu Asn Val Thr Cys 
20 25 30 

Gin Ser Pro Asn Glu Ser His Leu Gin Gly Leu Lys Tyr Met Gin He 
35 40 45 

Pro Ala Ser Asp Thr Pro His Gin Asn He Lys Gin Tyr Phe Gin Glu 
50 55 60 

Ala Tyr Asp Phe He Glu Asp Ala Arg Lys Thr Gly Ser Arg Val Leu 
65 70 75 80 

Leu His Cys His Ala Gly He Ser Arg Ser Ala Thr He Ala He Ala 
85 90 95 

Tyr Val Met Arg Tyr Lys Ser Leu Ser Leu Leu Glu Ala Tyr Lys Leu 
100 105 110 

Val Lys Val Ala Arg Pro He He Ser Pro Asn Leu Asn Phe Met Gly 
115 120 125 

Gin Leu Leu Glu Leu Glu Gin Asn Leu 
130 135 

<210> 7 

<211> 141 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: rMKP-3 
<400> 7 
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Pro Val Glu lie Leu Pro Phe Leu Tyr Leu Gly Cys Ala Lys Asp Ser 
1 5 10 15 

Thr Asn Leu Asp Val Leu Glu Glu Phe Gly He Lys Tyr He Leu Asn 
20 25 30 

Val Thr Pro Asn Leu Pro Asn Leu Phe Glu Asn Ala Gly Glu Phe Lys 
35 40 4T5 

Tyr Lys Gin He Pro He Ser Asp His Trp Ser Gin Asn Leu Ser Gin 
50 55 60 

Phe Phe Pro Glu Ala He Ser Phe He Asp Glu Ala Arg Gly Lys Asn 
65 70 75 80 

Cys Gly Val Leu Val His Cys Leu Ala Gly He Ser Arg Ser Val Thr 
85 90 95 

Val Thr Val Ala Tyr Leu Met Gin Lys Leu Asn Leu Ser Met Asn Asp 
100 105 110 

Ala Tyr Asp He Val Lys Met Lys Lys Ser Asn He Ser Pro Asn Phe 
115 120 125 

Asn Phe Met Gly Gin Leu Leu Asp Phe Glu Arg Thr Leu 
130 135 140 

<210> 8 

<211> 141 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: rMKP-X 
<400> 8 

Pro Val Gin He Leu Pro Tyr Leu Tyr Leu Gly Cys Ala Lys Asp Ser 
1.5 10 15 

Thr Asn Leu Asp Val Leu Gly Lys Tyr Gly He Lys Tyr He Leu Asn 
20 25 30 

Val Thr Pro Asn Leu Pro Asn Ala Phe Glu His Gly Gly Glu Phe Thr 
35 40 45 

Tyr Lys Gin He Pro He Ser Asp His Trp Ser Gin Asn Leu Ser Gin 
50 55 60 

. Phe Phe Pro Glu Ala He Ser Phe He Asp Glu Ala Arg Ser Lys Lys 
65 70 75 80 

Cys Gly Val Leu Val His Cys Leu Ala Gly He Ser Arg Ser Val Thr 
85 90 95 

Val Thr Val Ala Tyr Leu Met Gin Lys Met Asn Leu Ser Leu Asn Asp 
100 105 110 
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Ala Tyr Asp Phe Val Lys Arg Lys Lys Ser Asn He Ser Pro Asn Phe 
115 120 125 

Asn Phe Met Gly Gin Leu Leu Asp Phe Glu Arg Thr Leu 
130 135 140 

<210> 9 

<211> 141 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: hMKP-4 
<400> 9 

Pro Val Gin He Leu Pro Asn Leu Tyr Leu Gly Ser Ala Arg Asp Ser 
15 10 15 

Ala Asn Leu Glu Ser Leu Ala Lys Leu Gly He Arg Tyr He Leu Asn 
20 25 30 

Val Thr Pro Asn Leu Pro Asn Phe Phe Glu Lys Asn Gly Asp Phe His 
35 40 45 

Tyr Lys Gin lie Pro He Ser Asp His Trp Ser Gin Asn Leu Ser Arg 
50 55 60 

Phe Phe Pro Glu Ala He Glu Phe He Asp Glu Ala Leu Ser Gin Asn 
65 70 75 80 

Cys Gly Val Leu Val His Cys Leu Ala Gly Val Ser Arg Ser Val Thr 
85 90 95 

Val Thr Val Ala Tyr Leu Met Gin Lys Leu His Leu Ser Leu Asn Asp 
100 105 110 

Ala Tyr Asp Leu Val Lys Arg Lys Lys Ser Asn He Ser Pro Asn Phe 
115 120 125 

Asn Phe Met Gly Gin Leu Leu Asp Phe Glu Arg Ser Leu 
130 135 140 

<210> 10 

<211> 139 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: rMKP-2 
<400> 10 

Pro Val Glu He Leu Pro Phe Leu Tyr Leu Gly Ser Ala Tyr His Ala 
1 5 10 15 
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Ala Arg Arg Asp Met Leu Asp Ala Leu Gly He Thr Ala Leu Leu Asn 
20 25 30 

Val Ser Ser Asp Cys Pro Asn His Phe Glu Gly His Tyr Gin Tyr Lys 
35 40 45 

Cys He Pro Val Glu Asp Asn His Lys Ala Asp He Ser Ser Trp Phe 
50 55 60 ~ 

Met Glu Ala He Glu Tyr He Asp Ala Val Lys Asp Cys Arg Gly Arg 
65 70 75 80 

Val Leu Val His Cys Gin Ala Gly He Ser Arg Ser Ala Thr He Cys 
85 90 95 

Leu Ala Tyr Leu Met Met Lys Lys Arg Val Arg Leu Glu Glu Ala Phe 
100 105 110 

Glu Phe Val Lys Gin Arg Arg Ser He He Ser Pro Asn Phe Ser Phe 
115 120 125 

Met Gly Gin Leu Leu Gin Phe Glu Ser Gin Val 
130 135 

<210> 11 
<211> 139 
<212> . PRT 
<213> Artificial 

<220> 

<223> Description of Artificial Sequence: mMKP-1 
<400> 11 

Pro Val Glu He Leu Ser Phe Leu Tyr Leu Gly Ser Ala Tyr His Ala 
15 10 15 

Ser Arg Lys Asp Met Leu Asp Ala Leu Gly He Thr Ala Leu He Asn 
20 25 30 

Val Ser Ala Asn Cys Pro Asn His Phe Glu Gly His Tyr Gin Tyr Lys 
35 40 45 

Ser He Pro Val Glu Asp Asn His Lys Ala Asp He Ser Ser Trp Phe 
50 55 60 

Asn Glu Ala He Asp Phe He Asp Ser He Lys Asp Ala Gly Gly Arg 
65 70 75 80 

. Val Phe Val His Cys Gin Ala Gly He Ser Arg Ser Ala Thr He Cys 
85 90 95 

Leu Ala Tyr Leu Met Arg Thr Asn Arg Val Lys Leu Asp Glu Ala Phe 
100 105 110 

Glu Phe Val Lys Gin Arg Arg Ser He He Ser Pro Asn Phe Ser Phe 
115 " 120 125 
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Met Gly Gin Leu Leu Gin Phe Glu Ser Gin Val 
130 135 

<210> 12 

<211> 140 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: MH3/6 
<400> 12 

Leu Thr Arg He Leu Pro His Leu Tyr Leu Gly Ser Gin Lys Asp Val 
15 10 15 

Leu Asn Lys Asp Leu Met Thr Gin Asn Gly He Ser Tyr Val Leu Asn 
20 25 30 

Ala Ser Asn Ser Cys Pro Lys Pro Asp Phe He Cys Glu Ser Arg Phe 
35 40 45 

Met Arg He Pro He Asn Asp Asn Tyr Cys Glu Lys Leu Leu Pro Trp 
50 55 60 

Leu Asp Lys Ser He Glu Phe He Asp Lys Ala Lys Leu Ser Ser Cys 
65 70 75 80 

Gin Val He Val His Cys Leu Ala Gly He Ser Arg Ser Ala Thr He 
85 90 95 

Ala He Ala Tyr He Met Lys Thr Met Gly Met Ser Ser Asp Asp Ala 
100 105 110 

Tyr Arg Phe Val Lys Asp Arg Arg Pro Ser He Ser Pro Asn Phe Asn 
115 120 125 

Phe Leu Gly Gin Leu Leu Glu Tyr Glu Arg Ser Leu 
130 135 140 

<210> 13 

<211> 139 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: mPAC-1 
<400> 13 

Pro Val Glu He Leu Pro Tyr Leu Tyr Leu Gly Ser Cys Asn His Ser 
1 5 10 15 

Ser Asp Leu Gin Gly Leu Gin Ala Cys Gly He Thr Ala Val Leu Asn 
20 25 30 
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Val Ser Ala Ser Cys Pro Asn His Phe Glu Gly Leu Phe His Tyr Lys 
35 40 45 



Ser He Pro Val Glu Asp Asn Gin Met Val Glu He Ser Ala Trp Phe 
50 55 60 

Gin Glu Ala He Ser Phe He Asp Ser Val Lys Asn Ser Gly Gly Arg 
65 70 75 80 

Val Leu Val His Cys Gin Ala Gly He Ser Arg Ser Ala Thr He Cys 
85 90 95 

Leu Ala Tyr Leu He Gin Ser His Arg Val Arg Leu Asp Glu Ala Phe 
100 105 110 

Asp Phe Val Lys Gin Arg Arg Gly Val He Ser Pro Asn Phe Ser Phe 
115 120 125 

Met Gly Gin Leu Leu Gin Leu Glu Thr Gin Val 
130 135 

<210> 14 

<211> 139 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: hVH3 
<400> 14 

Pro Val Glu He Leu Pro Phe Leu Tyr Leu Gly Ser Ala Tyr His Ala 
1 5 10 15 

Ser Lys Cys Glu Phe Leu Ala Asn Leu His He Thr Ala Leu Leu Asn 
20 25 30 

Val Ser Arg Arg Thr Ser Glu Ala Cys Met Thr His Leu His Tyr Lys 
35 40 45 

Trp He Pro Val Glu Asp Ser His Thr Ala Asp He Ser Ser His Phe 
50 55 60 

Gin Glu Ala He Asp Phe He Asp Cys Val Arg Glu Lys Gly Gly Lys 
65 70 75 80 

Val Leu Val His Cys Glu Ala Gly He Ser Arg Ser Pro Thr He Cys 
85 90 95 

. Met Ala Tyr Leu Met Lys Thr Lys Gin Phe Arg Leu Lys Glu Ala Phe 
100 105 110 

Asp Tyr He Lys Gin Arg Arg Ser Met Val Ser Pro Asn Phe Gly Phe 
115 120 125 

Met Gly Gin Leu Leu Gin Tyr Glu Ser Glu He 
130 135 
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<210> 15 

<211> 139 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: hVHR 
<400> 15 

Val Gly Asn Ala Ser Val Ala Gin Asp lie Pro Lys Leu Gin Lys Leu 
15 10 15 

Gly He Thr His Val Leu Asn Ala Ala Glu Gly Arg Ser Phe Met His 
20 25 30 

Val Asn Thr Asn Ala Asn Phe Tyr Lys Asp Ser Gly He Thr Tyr Leu 
35 40 45 

Gly He Lys Ala Asn Asp Thr Gin Glu Phe Asn Leu Ser Ala Tyr Phe 
50 55 60 

Glu Arg Ala Ala Asp Phe He Asp Gin Ala Leu Ala Gin Lys Asn Gly 
65 70 75 80 

Arg Val Leu Val His Cys Arg Glu Gly Tyr Ser Arg Ser Pro Thr Leu 
85 90 95 

Val He Ala Tyr Leu Met Met Arg Gin Lys Met Asp Val Lys Ser Ala 
100 105 110 

Leu Ser lie Val Arg Gin Asn Arg Glu He Gly Pro Asn Asp Gly Phe 
115 120 125 

Leu Ala Gin Leu Cys Gin Leu Asn Asp Arg Leu 
130 135 

<210> 16 

<211> 12 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: consensus sequence 
<400> 16 

He Leu Pro Phe Leu Tyr Leu Gly Ser Ala Lys Asp 
15 10 

<210> 17 

<211> 5 

<212> PRT 

<213> Artificial 

<220> 
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<223> Description of Artificial 

<400> 17 

He Leu Asn Val Thr 
1 5 

<210> 18 

<211> 4 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial 

<400> 18 

Phe Lys Tyr Lys 
1 

<210> 19 

<211> 7 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial 

<400> 19 

Asp Ala Tyr Asp Phe Val Lys 
1 5 

<210> 20 

<211> 4 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial 

<400> 20 

Gin Leu Leu lie 
1 

<210> 21 

<211> 32 

<212> DNA 

<213> Artificial 

<220> 

<223> Description of Artificial 

<400> 21 

cctttttgag caagttcagc ctggttaagt 



Sequence: consensus sequence 



Sequence: consensus sequence 



Sequence : consensus sequence 



Sequence: consensus sequence 



Sequence: oligonucleotide 1065 
cc 
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Description of Artificial Sequence: oligonucleotide 1386-58 



<210> 22 

<211> 34 

<212> DNA 

<213> Artificial 

<220> 
<223> 

<400> 22 

ggaggcctct ctctgtgtgt gtggagccct cagg 

<210> 23 

<211> 31 

<212> DNA 

<213> Artificial 



34 



<220> 

<223> Description of Artificial Sequence: oligonucleotide 1386-59 
<400> 23 

ggcagcacca gcctgaactt tgcaatattt c 31 



<210> 24 

<211> .19 

<212> DNA 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: oligonucleotide 1470-25 
<400> 24 

cagcagcgga ttcaccatc 19 

<210> 25 

<211> 19 

<212> DNA 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: oligonucleotide 1470-26 
<400> 25 

gcgatcacca gtgtcacgc 19 



<210> 26 

<211> 14 

<212> PRT 

<213> Homo sapiens 

<400> 26 

Cys Gly Asn Phe Lys Asp Ala Arg Asp Ala Glu Gin Leu Ser 
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15 10 

<210> 27 

<211> 18 

<212> PRT 

<213> Artificial 

<220> 

<223> Description of Artificial Sequence: peptide for preparation of po 
lyclonal antibodies 

<400> 27 

Cys Lys Asn Gly Val lie Arg Gly Gin Pro Ser Pro Leu Ala Gin Val 
15 10 15 

Gin Gin 



100 



